The title compound, C 12 H 14 N 2 O 4 , crystallizes in the triclinic space group P1. The previously reported polymorph occurs in the monoclinic space group P2 1 /c, and has two independent molecules in the asymmetric unit [Wang (2010) . Acta Cryst. E66, o2822]. The dihydropyrimidine ring adopts a screw-boat conformation. The furan ring is positioned axially and makes a dihedral angle of 85.94 (7) with the mean plane through the pyrimidine ring. In the crystal, molecules are linked via pairs of N-HÁ Á ÁO hydrogen bonds, forming inversion dimers with an R 2 2 (8) ring motif. The dimers are linked by N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds, forming chains propagating along the a-axis direction.
Structure description
In recent years, dihydropyrimidines (DHPMs, 'Biginelli compounds') and their derivatives have attracted considerable attention in synthetic organic chemistry because of their wide range of biological activities, such as antiviral, antitumor, antibacterial and antiinflammatory properties (Kappe 2000; Kulkarni et al., 2009; Patil et al., 2011) . The Biginelli reaction is a well-known multi-component reaction involving a one-pot cyclocondensation of an aldehyde, -ketoester and urea/thiourea. Multi-component reactions (MCRs) have recently gained tremendous importance in organic and medicinal chemistry (Kulkarni et al., 2009) . They are also very potent calcium channel modulators (Kappe 1998; Jauk et al., 2000) . Furthermore, apart from synthetic DHPM derivatives, several marine natural products with interesting biological activities containing the di-data reports hydropyrimidine-5-carboxylate core have also been isolated. Most notable among these are the batzelladine alkaloids A and B, which inhibit the binding of HIV envelope protein gp-120 to human CD4 cells and, therefore, are potential leads for AIDS therapy (Kappe, 2000) . As part of our studies in this area, we have determined the crystal structure of the title compound presented herein. It is one of the analogues of our previously reported DHPM structures (Suresh et al., 2015a,b; Novina et al., 2015) .
In the title compound, Fig. 1 , the furan ring at the chiral carbon atom C4 is positioned axially and bisects the pyrimidine ring with a dihedral angle of 85.94 (7)
. The pyrimidine ring adopts a screw-boat conformation with atoms N1 and C4 displaced by À0.1674 (10) and 0.1603 (9) Å , respectively, from the mean plane of the other atoms (C1/N2/C2/C3). The puckering parameters are q2 = 0.2446 (16) Å , q3 = 0.1048 (16) Å , Q = 0.2661 (16) Å , = 66. 8 (3) and ' = 327.6 (4) . The ethyl acetate group attached to the pyrimidine ring shows an extended conformation [C3-C6-O3-C7 = À179. 29 (12) ]. In the crystal, molecules are linked via pairs of N-HÁ Á ÁO hydrogen bonds, forming inversion dimers with an R 2 2 (8) ring motif ( Fig. 2 and Table 1 ). The dimers are linked by N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds, forming chains propagating along the a-axis direction (Fig. 2 and Table 1 ).
Figure 1
The molecular structure of the title compound, showing the atom labelling. Displacement ellipsoids are drawn at the 50% probability level.
Figure 2
The crystal packing of the title compound, showing the R 2 2 (8) ring motif, viewed normal to the bc plane. Hydrogen bonds are shown as dashed lines (see Table 1 ). Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; Ày þ 2; Àz þ 1; (ii) x À 1; y; z; (iii) x þ 1; y; z. Computer programs: APEX2, SAINT and XPREP (Bruker, 2008) , SIR92 (Altomare et al., 1993) , SHELXL97 (Sheldrick, 2008) , ORTEP-3 for Windows (Farrugia, 2012) and PLATON (Spek, 2009 
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 .
data-1
IUCrData ( Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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